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Supplementary Figure S1

Supplementary Figure S1: A hierarchically clustering all Salmonella phage genomes according to their average amino acid identity.



Supplementary Figure S2

511-bp

Supplementary Figure S2: 50% of all Salmonella phage isolates from Thai poultry
farms are putative members of the Chi-like virus genus. The 511-bp PCR amplicon
generated from phage DNA using primers specific for the Chi-like virus capsid protein
E was visualized using 1% agarose gel electrophoresis. Positive amplification reactions
are shown for STm101 (lane 1), STm118 (lane 2), STm374 (lane 3) and other Chi-like
isolated phage (lane 4). Negative amplification reaction shown in lane 5 - suggesting
an alternative phage type was isolated, or the primer-binding region of the capsid

protein E gene sequence is different.
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